ABSTRACT
INTRODUCTION
irrigation pulses of three minutes at intervals of twenty minutes each, during four hours' total; then the irrigation was shortened until reach the critical relative water content reported by the 153 two species (see Saldaña et al., 2013) , achieved at day seven (Fig. 2a) . Finally, the 154 rehydration was carried out resuming the irrigation as mentioned for the full hydrated state.
155
The progression of desiccation was monitored by measuring the RWC, and the maximal 156 quantum efficiency (Fv/Fm) in attached fronds (Fig. 2a) . As an additional measurement of Transcriptome assembly was performed at Troquil linux cluster at Centro de Modelación y Computación Científica (CMCC, Universidad de La Frontera) using 12 processors Intel
183
Xeon E5-4640 and 192 GB of shared memory.
184
In order to remove misassembled and poorly supported transcripts, the reads were mapped 185 to assembled transcripts with bowtie v1.1.1 (Langmead et al., 2009) , and then we estimated were clustered using CD-HIT-EST (Huang et al., 2010) with a threshold of 95%.
190

Functional annotation of the transcriptome
191
The resulting transcripts of each transcriptome were aligned into the SwissProt database 192 using BLAST+ with an e-value filter of 1-e -10 as threshold, and also evaluated in hidden test was also performed using PANTHER (www.pantherdb.org).
199
Differential expression analysis
200
The abundance estimation of the de novo assembled transcripts was calculated by using 
207
Transcripts with very low estimated counts (2 for combined groups), were not considered for process with a total of 265 DE genes, where most of them (139) were up-regulated. (Fig. 4) .
264
In H. dentatum, the number of up-and-down regulated genes was similar. common, but also in species-specific genes (Fig. 4) 5, must be changed for 6), thus we were able to elucidate both shared and species-specific 
408
Shared patterns of transcriptional responses during dehydration and rehydration.
409
The patterns of differential gene expression shared by the two species (as shown in Fig. 4 Germany). Dehydration; RH = Rehydration. 
796
contributes with the highest number of up-regulated genes, whereas DH X RH contributes with the highest 797 number of down-regulated genes. Venn diagrams were generated by using BioVenn (Hulsen et al., 2008) . 
